. Norovirus data analyzed for model construction. 1 initial concentration of free chlorine [ppm] 2 contaminated water (converted to 1) 3 purified water (converted to 0) 4 measuring assay for virus concentration (Infectivity: 0, Genome: 1) Code S1. R code for model construction library(rstan) library(GGally) library(reshape2) d <-read.csv ("norofc.csv", header = TRUE) #Input the source data file like #Prior distributions for putatively real coefficients. It is better for you to start following condition: normal (0, 10) b0 ~ normal(-12, 5); c0 ~ normal(-0.5, 0.1); d0 ~ normal(-1, 1); e0 ~ normal(-1, 0.5); exp(quantile(k_pre, c(0.025, 0.25, 0.5, 0.75, 0.975))) #Extraction of 95% confidence intervals exp(quantile(m_pre, c(0.025, 0.25, 0.5, 0.75, 0.975))) exp(quantile(n_pre, c(0.025, 0.25, 0.5, 0.75, 0.975))) ####Example of predictive inactivation curve#### C <-0.5 #Initial concentration of free chlorine [ppm] t <-c(0, 1, 2, 3, 4, 5) #contact time [min] k1 <-0.6 #Decay constant of free chlorine [min -1 ] EFH_0.025 <--k_0.025*C^n_0.025*t^m_0.025 * ((1-exp(-n_0.025*k1*t/m_0.025)) /(n_0.025*k1*t/m_0.025))^m_0.025 EFH_0.5 <--k_0.5*C^n_0.5*t^m_0.5 * ((1-exp(-n_0.5*k1*t/m_0.5))/(n_0.5*k1*t/m_0.5))^m_0.5 EFH_0.975 <--k_0.975*C^n_0.975*t^m_0.975 * ((1-exp(-n_0.975*k1*t/m_0.975)) /(n_0.975*k1*t/m_0.975))^m_0.975 EFH <-data.frame(t, EFH_0.025, EFH_0.5, EFH_0.975) EFH[is.na(EFH)] = 0 #NA is converted to zero library(ggplot2) plot <-ggplot() + geom_line(data=a, aes(x=t, y=EFH_0.025), color="red", size=1.5) + geom_line(data=a, aes(x=t, y=EFH_0.5), color="blue", size=1.5) + geom_line(data=a, aes(x=t, y=EFH_0.975), color="green", size=1.5) quartz() # for Mac plot #draw the predictive curves in quartz window
